ik B B 1) A% 2 TR K P56 P 4 B 5

Version 1.7.0

Last revised February 13, 2023

Bt P, mase D, AR Y, BEEE S, IRP WAk, f4E T

ICEMS, NCMIS, RCSDS, Academy of Mathematics and Systems Science, Chinese
Academy of Sciences, Beijing 100190, China.

*State Key Laboratory of Proteomics, Beijing Protecome Research Center, National
Center for Protein Sciences (Beijing), Beijing Institute of Lifeomics, Beijing 102206,
China.

3School of Mathematical Sciences, University of Chinese Academy of Sciences,
Beijing 100049, China.

*School of Sciences, China University of Mining & Technology, Beijing 100083, China.

3L [E 2 — R
HEHAEE
{454, HRFE: yfu@amss.ac.cn

ke, HEFH: changchengbio@]163.com



P B ity R 2 T 4K £ DeepDigest V1.7.0 i FH 1t B 43 1

1 KA

sy, FeT il RV IS BOR I E A R4 O SO RS U
FUMI— PRIV 7% o AE R AR A 2ot fe T, & B UKAE A2 1)
PR BCRE 22 i 5 s ASCGEAT RGN, P38 e 0 R B i A 14 73 e ot B 1 o )
Mg W, ANE KRS T RE 2 AR AR N Ry S I R R L AL R AR R YT
BTN VI I B A7 AE, ANITTRZNE 1 & 70 IR B AR B, 3 B AN B B B A
B, RAZIES T FE SR AT SR . KA. %, ofF Lk
ST T Bk B B VML 2R AT 9T, H R FE T 200 N 5% G AL o SIS, it
AR N, IF A DR LN, 3222 B A8 (trypsin), s DU 2
S B L PR 5 5K o DAL, S EE Bt TN 22 M s P i PO R S R 87 R R AR B DT
A7 B oo S AR AH 2 I SRS B AR ot T2, AR 17— R TR
JE 2 3T (R SCRF )\ R P 7K gk i 1) A BBl DD BE 3 S0 47 DeepDigest. 5% G AIHL
o 2 R VLS ORI IR BUR DI BE A B MCepred® AHEE, 28 1F B A HE
SRS SIANZ AL RE 7T AR RIS B 81, B RT LA E 3 58 O 8 1
A1) (1 B B DI AT R Bl DI (A T - DeepDigest & — 47 LA, ]
N N N T | A G N AR O

http://fugroup.amss.ac.cn/software/DeepDigest/DeepDigest.html .

2 AEE TR
2.1 T3R5

® CPU: 2.2GHZ VLI

® Nff: 2G LI L

® it 100G ULk
2.2 BT IRET

o CLAWIENEERS

» Windows 7 (64 1)


http://fugroup.amss.ac.cn/software/DeepDigest/DeepDigest.html
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» Windows 10 (64 1)

® Python 3.5 i A

» TensorFlow 1.10.0 iR A4S %
> Keras 2.2.4 WA FE

>  Numpy 1.14.5 iRAFE

3 B A
3.1 BAF o Hriiihe

=0 e 1 HEEH N " . Jik B Bl ) A% 2 T
b ey P .ﬂ‘i - N .
20 ep HE KB ML 31T 7 DeepDigest
200 ?%(}z 1200
TR

WRECBETIRE SR | | A A S AT |
Tt {eL R FE

1k B At DI 000 R AR R B

A HTRAR IR | . B0, it MaxQuant™* B fh % P % 5 e 50
Sof 4 S PRI AT 2 TR B PRI R T o SRS MRS R K AR ) e A o
e R R KA I ) A SR 31 T (BB hn ), BN BRI N o
1 C 3 15 Rra RN b7 AR G TR I 51, M B DIRL A 31-2 T H%k
Y. B, MBS T 31-7E T4\ Bk B 1) A S T A
DeepDigest 11, Hil {2 SIBE RN AR R, H ST L R0
SRR 91 JR SRR AIE R K2 I T P 6 AR B I R A, 2
(R DI S RE R TINS5 B kB D) B2 ) T
32 HMSEICE

DeepDigest & —M T Python 15 5 FIdr 47 LB, 1EA I 75 255 2 X0



IR B Al DIAE 22 Tt 4 DeepDigest V1.7.0 il i B 45 3

WA Python MRAEERCE . N 7 R A EH, @WEBEAW T E ML FEIF
Z%% Anaconda: https://www.anaconda.com/. P#ELILHEIANE 2 Frows:

J ANACONDA. Products Pricing Solutions Resources Partners Blog Company

Data science technology for
a better world.

Anaconda offers the easiest way to perform Python/R data science and
machine learning on a single machine. Start working with thousands of

open-source packages and libraries today

Download &8

For Windows

Python 3.9 « 64-Bit Graphical Installer » 594 MB
Get Additional Installers

LN i

K 2 B N # Anaconda 7~ = &

Xt A B U #4800 N B R O RITRT F 32236, JFE B RCE &
GG R, Hag, EHRTENE, B ETEE Anaconda il H R 4 H 824
BOFTRRA ) Python 3835, FH P& 75 22 AT A1 #1217 DeepDigest It X} N[ Python
JRAS . 223 Anaconda F— KAERMZ AbHAE T, W7 B LA DRk o] ASE B 2
A Python AR E, WILH P H ).

B, REEA M CTFE” %4, B “cmd.exe” fTIF AR AT IRRESS -
KI5, HN “conda --version” AT HE AT conda WA, FEHHINUHT N
Anaconda AFGHT (Kl 3a). #HAHE T NRFTRA, FEd “conda update
conda” 1 “conda update anaconda” WM 2 #EAT T (& 3b).


https://www.anaconda.com/

JIK BB V) ME 3 UM X 14 DeepDigest V1.7.0 88 #L B 4

CAWINDOWS\system32\cmd.exe — O X

3 BEIHFZ Anaconda AR = K

%, MM “conda create --name python3.5 python=3.5" x4 6% —/NHr Y
Python 3.5 JRA I EE (K] 4).

K] 4 GIEH A Python M5~ &

B SE G, AT LLET “condainfo -e” fr & B F M AT B4 %I FTH Python
55 (K 5a). 7EffiH DeepDigest fil, R E/Lm TR H “activate

python3.5” 2 #0i% Python 3.5 FRAEERIAT (/& 5b).
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B C\WINDOWS\system32\cmd.exe

K 5 &FFTH Python M35 3 H0E HT A Python I8/~ &
3.3 T IT I

3.3.1 ZHKE

i DeepDigest i, AP LLEE X —RINSHKE, HAESEHLHE X
R R
1 IKBLBE)MEZE P 244 DeepDigest 12 %1t B

e EN P

input HEBFI S RE (fasta)
output SR Caxt)

eqular 58 5 51 S SR U 3 B bR R

PIENZRIER CBRIME: ">(*)\s™
protease IKFREGZEAL CERIME: Trypsin)
R B B UK B 1 fo VR R R VAL
A (BRME: 2D

5 R ) K B S VR s K
(BRIME: 7D

missed cleavages

min_len
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max_len

3.3.2 iafrin

W, RUGEIA M TR 1%, A “cmd.exe” BT ST AERE
o NG, 1 od dr A& E the_mainpy FTfE H AR TAEES. &ja, #%H#
W~ % XA DeepDigest:

python the main.py --input=the path of protein sequence file --output=the path of
output file --regular=">(.*?)\s" --protease=Trypsin --missed _cleavages=2 --min_len=7
--max_len=47

6 N— >S4

Digest\nextprot-sparql-entry_PE3. faste
txt regular=">(. *?)\s"

3.4 25 5o
DeepDigest Is/T45 R =EH PR e H X AR — 1SR 0 Cixt),
2 AR U .

% 2 DeepDigest 45 F 3CAF 15

LIk &

Protein id HE AR

Peptide sequence R A B B B U B

Digestibility of N-terminal site PR U IKEL N i Bl D7 5 1) iy 1) M 2
e

Digestibility of C-terminal site PRIREE V) IKEL C Imlig V)AL rl B 3
e

Digestibility of the missed site(s) L B U1K B A TR VAL A Bl ) 2
UL
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